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S. cerevisiae: � = 1.14 � 0.11 (9%)
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H. sapiens: � = 1.54 � 0.05 (3%)

 

 

Supplementary Figure 13: Connectivity distributions: The number of genes n(k) with connectivity k is 

plotted against k using logarithmic binning (Methods). The thick lines indicate the best linear fit to the log 

values of the bin centers and the normalized counts. The thin lines correspond to the one-sigma 

confidence interval. For each of the six organisms n(k) is distributed as a power-law, n(k) ~ k–�

, with 

similar exponents as indicated in each plot. The error corresponds to the maximal deviation within the 

shown confidence interval. 

 


